. Structure-based sequence alignment of pmCA with other α-CAs. pmCA, hCAII, SspCA, SazCA, TaCa, PprCA, NgCA, LOGACA, and HpCA amino acid sequences are aligned based on their structures. Conserved catalytic histidine residues, residues involved in water-mediated interactions between monomers, and residues involved in coordination of calcium ions and PEG molecules are colored red, blue, green, and purple, respectively. The positions of α-helices and β-strands are indicated by cylinders and arrows above the sequences, and are numbered accordingly. Supplementary Fig. S4 . Structural differences between pmCA and hCAII. The pmCA structure is superimposed with that of hCAII (PDB ID 1CA2). Substantial structural differences include deletion of surface loops in pmCA (indicated by arrows). Zinc ions are shown as gray spheres. 
